ABSTRACT We report here the genome sequences of 10 Klebsiella pneumoniae strains of capsular type K2 isolated in Russia from patients in an infectious clinical hospital and neurosurgical intensive care unit. The draft genome sizes range from 5.34 to 5.87 Mb and include 5,448 to 6,137 protein-coding sequences.
polysaccharide capsule and lipopolysaccharide; and the iroBCDN operon coding for the iron transport system. Moreover, the strains of clusters II and III possessed a hypermucoviscous phenotype identified by the string test (2) . The strain of cluster IV (KPi3014) contains both a large set of antibiotic resistance genes [bla TEM-1B , aph (6) Data availability. These genome sequences were deposited in GenBank/ENA/DDBJ and the SRA under the accession numbers listed in Table 1 .
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